The mt genome organization of Geotrypetes seraphini also conforms to the vertebrate consensus mt gene arrangement (Jameson et al., 2003) , but it lacks the origin of light-strand replication (O L ) at its typical position. Instead, only five nucleotides occur between trnN and trnC, and no stem-loop structure can be identified. However, the mt genome does possess a long (301 bp) non-coding intergenic spacer between trnI and trnQ, which includes a 37 bp-long region that can be folded into a stem-loop structure (online Appendix 1 Figure 1b ). This stemloop has a nucleotide sequence that is fairly dissimilar to those reported for O L s of other caecilians (Zardoya and Meyer, 2000; San Mauro et al., 2004 , 2006 , and it lacks some functional motifs interpreted as necessary for light strand replication in human and mouse O L s (Brennicke and Clayton, 1981; Wong and Clayton, 1985; Hixson et al., 1986) . However, this stem-loop structure in G. seraphini might represent a novel O L , co-opted for the function of light strand replication, similar to reports of some tRNA genes in other animal species (Clayton, 1982; Clary and Wolstenholme, 1985) . A long intergenic spacer between trnI and trnQ (corresponding to a duplicated control region, ψtrnP, and trnL1) has been reported in the mt genome of the snake Dinodon semicarinatus (Kumazawa et al., 1998) . Unlike G. seraphini, this snake's mt genome also possesses a typical functional O L , and sequence similarity between the G. seraphini spacer and any part of the mtDNA control region of the same animal is low, and BLAST searches (Altschul et al., 1990) produced no close matches. ONLINE A PPENDIX 1 -FIGURE 1. Distinct structural features of the newly determined mt genomes of Boulengerula taitanus and Geotrypetes seraphini. (a) Region between cob and the control region in B. taitanus (below), with interpretation of partial duplication from ancestral genome arrangement (above). tRNA genes are abbreviated with the corresponding one-letter amino acid code, with gene (trnP) encoded by the light-strand underlined. IS, intergenic spacer; RM, repeated motif probably representing duplication of 5'-end of the control region; T*, truncated trnT (27 bp shorter than in other caecilians). (b) Proposed secondary structure of the stemloop region found between trnI and trnQ in mt genome of G. seraphini.
